Figure S1. Schematic representation of the inter-clade recombination event. This figure is a complement of Figure 3 showing a "zoom out" visualization of the non-LGV recombination fragment (highlighted in red by both boxes and colored genes) and the conserved flanking regions with L2b backbone. The estimated recombination block enrolls ~75% of CT681/ompA and four entire genes (CT677/frr, CT678/pyrH, CT679/tsf, CT680/rpsB) (putative positions [55221-59461] in the L2b/UCH-1 chromosome). For schema simplification, the core-genome-based phylogenetic reconstruction enrolls sequences from C. trachomatis strains representing the main clades of the species tree [15] and from five outbreak-associated L2b/D-Da clones. Vertical pink lines reflect SNPs against the chromosome sequence of the parental-like L2b/UCH-1/proctitis strain (region spanning positions 47000-69000bp; accession numbers AM884177.2/NC_010280.2) (highlighted by horizontal light blue lines). Gene orientation and annotation refers to the firstly released C. trachomatis genome, D/UW-3/CX strain (GenBank accession number NC_000117).
